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Details 



Search 1^5^11 for 
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□ 1: NM 017831. Homo sapiens hypo...[gi:8923428] Related Sequences, Protein, Taxonomy, LinkOut 



LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 



TITLE 
JOURNAL 
COMMENT 



FEATURES 

source 



gene 



CDS 



misc 



NM 017831 1916 bp mRNA linear PRI 10-DEC-2001 

Homo sapiens hypothetical protein FLJ20456 (FLJ20456) , mRNA. 
NM_017831 

NM_017831.1 GI:8923428 ^j(^JoO 
human . 

Homo sapiens . 
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

Watanabe?K. , Kumagai,A., Itakura,S., Yamazaki,M., Tashiro.H 
Ota.T., Suzuki, Y., Obayashi,M. , Nishi,T., Shibahara , T . , Tanaka,T., 
Nakamura,Y., Isogai,T. andSugano,S. 
NEDO human cDNA sequencing project 
Unpublished (2000) 

PREDICTED REFSEO : The mRNA record is supported by experimental 
evidence; however, the coding sequence is predicted. The reference 
sequence was derived from AK000463.1. 
Location/Qualifiers 
1..1916 

/organism="Homo sapiens" 
/db_xref="taxon: 9606" 
/chromosome= " 18 " 
/map="18qll.2" 
/clone="KAT05827" 
/cell_line="KATO III" 

/cell_type="signet-ring cell carcinoma" 
/clone_lib="KAT" 

/note=" cloning vector pME18SFL3" 
1. .1916 

/gene="FLJ2 0456" 

/db_xref = " LocusID : 549_4_1" 

383 . .1081 

/gene="FLJ20456" 

/codon_start=l 

/db_xref="LocusID: 54941" 

/evidence=not_experimental 

/product= "hypothetical protein FLJ20456" 

/protein_id=" NP_ 060301.1 " 

/db xref="GI: 8923429" 

/translation= " MGSVLSTDSGKSAPASATARALERRRDPELPVTSFDCAVCLEVL 
HQPVRTRCGHVFCRSCIATSLKNNKWTCPYCRAYLPSEGVPATDVAKRMKSEYKNCAE 
CDTLVCLSEMRAHIRTCQKYIDKYGPLQELEETAARCVCPFCQRELYEDSLLDHCITH 
HRSERRPVFCPLCRLIPDENPSSFSGNLIRHLQVSHTLFYDDFIDFNIIEEALIRRVL 

DRSLLEYVNHSNTT " 

feature 482..628 , 
/note="Ubox; Region: Modified RING finger domain" 
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BASE COUNT 
ORIGIN 



misc feature 



512 a 



491. .607 

/note="RING; Region: Ring finge 
435 c 500 g 469 t 



r" 



1 acttctgaca gtggggaaag cagctgtgtg tgatagcttg gaaggtttac tgctgcctca 
61 agtcctcttc tctgcagttg aggtttcagg tttcaatcct cccaatacca caagacagag 
121 cacggggcgg ctgccgcctc cgcctccgcg ccttaaccta ggcggcttgc cgaagatctc 
181 agccccgcgg ccgcgcgctc gccctgccct agaccagggt tgggcgcagc ggcggaggtg 
241 gcttctgggc tgcgcgagct gggagagctg ggaggcggcg atcgcagctg ggccgggact 
301 tccttcctcc accgcacggc aacaaaacaa ccctgcggca ggcactgagt gcttcgcagc 
361 tgtctgggcg agaggcacag cgatgggctc cgtgctgagc accgacagcg gcaaatcggc 
421 gcccgcctct gccaccgcgc gggccctgga gcgcaggagg gacccggagt tgcccgtcac 
481 gtccttcgac tgcgccgtgt gccttgaggt gttacaccag cctgtccgga cccgctgcgg 
541 ccacgtattc tgccgttcct gtattgctac cagtctgaag aacaacaagt ggacctgtcc 
601 ttattgccgg gcatatcttc cttcagaagg agttccagca actgatgtag ccaaaagaat 
661 gaaatcagag tataagaact gcgctgagtg tgacaccctg gtttgcctca gtgaaatgag 
721 ggcacatatt cggacttgtc agaagtacat agataagtat ggaccactac aagaacttga 
781 ggagacagca gcaaggtgtg tatgtccctt ttgtcagagg gaactgtatg aagacagctt 
841 gctggatcat tgtattactc atcacagatc ggaacggagg cctgtgttct gtccactttg 
901 ccgtttaata cccgatgaga atccaagcag cttcagcggc aatttaataa gacat.ctgca 
961 agttagtcac actttgtttt atgatgattt catagatttt aatataattg aggaagctct 
1021 tatccgaaga gtcttagacc ggtcacttct tgaatatgtg aatcactcga acaccacata 
1081 attttattaa aacgaaggga aaagggacca ctgaattgca ccatttaaga tgctgcttga 
1141 acaaatggga gggaagttgt caatgattga tgggcaaaaa tgtacaacac agttatgtgt 
1201 ttgtccatgt ttattgttat agtgcattta aaaactgctt taattttaat ggtttaaatc 
1261 tgttttacat ccttgagatt cttacacatc taacaacaaa aaaaattatc tacatcagtc 
1321 attgttacat ggaaaagaca ggtggtaggc aagtaggtgg aggatctcgg tttgcaaatt 
1381 agataatact ctgtgtataa tgctacatat caataactac catcatggtt aggcacgata 
1441 actaatcttt gttctgtgta aaaaaatatg gagagtgaaa caaagtgcag acattcaaag 
1501 aaataagaaa tctgctccaa tgctcttgtt ctaatctcta ataggttaac gttaataatc 
1561 ttgtatggga gttggaaagg aaaattttgg aagtcaagaa agtccattta ggccggacgc 
1621 ggtggcttac gcttgtagtc ccagcacttt gggaggctga ggcaggcgga tcacagggtc 
1681 gggagttcga gaccagcctg gccaacactg gtctctgtga aactccgtct ctactgaaaa 
1741 tgcaaagatt ggctggacgt gttggcgggc atctgtgata ccagctactt gggaggctga 
1801 ggcagaagaa tcgcttgagc ccgggaggcg gaggttgcag tgagctgaga tcgcgccagt 
1861 acactccagc ctgggtaaca gagctagact ccatctcaaa aaaaaaaaaa aaaaaa 
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□ 1: AK000463. Homo sapiens cDNA...[gi:7020568] Related Sequences, Protein, Taxonomy, LinkOut 
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ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 



TITLE 
JOURNAL 
REFERENCE 
AUTHORS 

TITLE 
JOURNAL 



COMMENT 



FEATURES 

source 



CDS 



cDNA to 



AK000463 1916 bp mRNA linear PRI 22-FEB-2000 

Homo sapiens cDNA FLJ20456 fis, clone KAT05827. 

AK000463 

AK000463.1 GI:7020568 

oligo capping; fis (full insert sequence) . 

Homo sapiens signet-ring cell carcinoma cell_line : KATO III 
mRNA, clone_lib:KAT clone :KAT05827 . 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

1 (sites) 

Watanabe,K., Kumagai,A., Itakura,S., Yamazaki,M., Tashiro,H., 
Ota,T., Suzuki, Y. , Obayashi,M., Nishi,T., Shibahara, T. , Tanaka,T., 
Nakamura,Y., Isogai.T. and Sugano,S. 
NEDO human cDNA sequencing project 
Unpublished (2000) 

2 (bases 1 to 1916) 

Sugano,S., Suzuki, Y. , Ota,T. , Obayashi,M., Nishi,T., Isogai,T. , 
Shibahara, T. , Tanaka,T. and Nakamura,Y. 
Direct Submission 

Submitted (15-FEB-2000) Sumio Sugano, Institute of Medical Science, 
University of Tokyo, Deptment of Virology; Shirokane-dai, 4-6-1, 
Minato-ku, Tokyo 108-8639, Japan (E-mail :cdnal@ims .u-tokyo. ac . jp, 
Tel: 81 -3 -544 9-5286, Fax:81-3-5449-5416) 

NEDO human cDNA sequencing project supported by Ministry of 
International Trade and Industry of Japan; cDNA full insert 
sequencing: Research Association for Biotechnology; cDNA library 
construction, 5'- & 3 1 -end one pass sequencing: Departent of 
Virology and Human Genome Center, Institute of Medical Science, 
University of Tokyo (partly supported by Science and Technology 
Agency) . 

Location/Qualifiers 
1. .1916 

/organism="Homo sapiens" 
/db_xref="taxon: 9606" 
/clone="KAT05827" 
/cell_line="KATO III" 

/cell_type="signet-ring cell carcinoma" 
/clone_lib="KAT" 

/note=" cloning vector pME18SFL3" 
383 . . 1081 

/not e= "unnamed protein product" 
/codon_start=l 
/protein_id=" BAA91182 .1 " 
/db_xref="GI: 7020569" 

/ 1 rans 1 at ion= " MGS VLSTDSGKS APASATARALERRRDPELPVTS FDCAVCLEVL 
HQPVRTRCGHVFCRSCIATSLKNNKWTCPYCRAYLPSEGVPATDVAKRMKSEYKNCAE 
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CDTLVCLSEMRAHIRTCQKYIDKYGPLQELEETAARCVCPFCQRELYEDSLLDHCITH 
HRSERRPVFCPLCRLIPDENPSSFSGNLIRHLQVSHTLFYDDFIDFNIIEEALIRRVL 

DRSLLEYVNHSNTT " 
BASE COUNT 512 a 435 c 500 g 469 t 

ORIGIN , 
1 acttctgaca gtggggaaag cagctgtgtg tgatagcttg gaaggtttac tgctgcctca 
61 agtcctcttc tctgcagttg aggtttcagg tttcaatcct cccaatacca caagacagag 
121 cacggggcgg ctgccgcctc cgcctccgcg ccttaaccta ggcggcttgc cgaagatctc 
181 agccccgcgg ccgcgcgctc gccctgccct agaccagggt tgggcgcagc ggcggaggtg 
241 gcttctgggc tgcgcgagct gggagagctg ggaggcggcg atcgcagctg ggccgggact 
301 tccttcctcc accgcacggc aacaaaacaa ccctgcggca ggcactgagt gcttcgcagc 
361 tgtctgggcg agaggcacag cgatgggctc cgtgctgagc accgacagcg gcaaatcggc 
421 gcccgcctct gccaccgcgc gggccctgga gcgcaggagg gacccggagt tgcccgtcac 
481 gtccttcgac tgcgccgtgt gccttgaggt gttacaccag cctgtccgga cccgctgcgg 
541 ccacgtattc tgccgttcct gtattgctac cagtctgaag aacaacaagt ggacctgtcc 
601 ttattgccgg gcatatcttc cttcagaagg agttccagca actgatgtag ccaaaagaat 
661 gaaatcagag tataagaact gcgctgagtg tgacaccctg gtttgcctca gtgaaatgag 
721 ggcacatatt cggacttgtc agaagtacat agataagtat ggaccactac aagaacttga 
781 ggagacagca gcaaggtgtg tatgtccctt ttgtcagagg gaactgtatg aagacagctt 
841 gctggatcat tgtattactc atcacagatc ggaacggagg cctgtgttct gtccactttg 
901 ccgtttaata cccgatgaga atccaagcag cttcagcggc aatttaataa gacatctgca 
961 agttagtcac actttgtttt atgatgattt catagatttt aatataattg aggaagctct 
1021 tatccgaaga gtcttagacc ggtcacttct tgaatatgtg aatcactcga acaccacata 
1081 attttattaa aacgaaggga aaagggacca ctgaattgca ccatttaaga tgctgcttga 
1141 acaaatggga gggaagttgt caatgattga tgggcaaaaa tgtacaacac agttatgtgt 
1201 ttgtccatgt ttattgttat agtgcattta aaaactgctt taattttaat ggtttaaatc 
1261 tgttttacat ccttgagatt cttacacatc taacaacaaa aaaaattatc tacatcagtc 
1321 attgttacat ggaaaagaca ggtggtaggc aagtaggtgg aggatctcgg tttgcaaatt 
1381 agataatact ctgtgtataa tgctacatat caataactac catcatggtt aggcacgata 
1441 actaatcttt gttctgtgta aaaaaatatg gagagtgaaa caaagtgcag acattcaaag 
1501 aaataagaaa tctgctccaa tgctcttgtt ctaatctcta ataggttaac gttaataatc 
1561 ttgtatggga gttggaaagg aaaattttgg aagtcaagaa agtccattta ggccggacgc 
1621 ggtggcttac gcttgtagtc ccagcacttt gggaggctga ggcaggcgga tcacagggtc 
1681 gggagttcga gaccagcctg gccaacactg gtctctgtga aactccgtct ctactgaaaa 
1741 tgcaaagatt ggctggacgt gttggcgggc atctgtgata ccagctactt gggaggctga 
1801 ggcagaagaa tcgcttgagc ccgggaggcg gaggttgcag tgagctgaga tcgcgccagt 
1861 acactccagc ctgggtaaca gagctagact ccatctcaaa aaaaaaaaaa aaaaaa 
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Limits P^y^^n^^^^^ ^toT^^ Clipboard Details 

r7m_008732. Homo sapiens hypo...[gi:18588856] Related Sequences, Protein, Taxonomy, LinkOut 



LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

COMMENT 



Evidence Viewer 



FEATURES 

source 



gene 



CDS 



XM 008732 1916 bp mRNA linear PRI 07-FEB-2002 

Homo sapiens hypothetical protein FLJ20456 (FLJ20456) , mRNA. 
XM_008732 

XM_008732.4 GI:18588856 
human . 

Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
1 (bases 1 to 1916) 
NCBI Annotation Project. 
Direct Submission 

Submitted (06-FEB-2002) National Center for Biotechnology 
Information, NIH, Bethesda, MD 20894, USA 

GENOME ANNOTATION REFSEQ: This model reference sequence was 
predicted from NCBI contig NT_010966 by automated computational 
analysis using gene prediction method: BLAST. -Also seer 
Documentation of NCBI ' s Annotation Process- 
alignments supporting this model. 
On Feb 7, 2002 this sequence version replaced gi: 17456245. 
Location/Qualifiers 
1. . 1916 

/organism="Homo sapiens" 
/db_xref ="taxon: 9606" 
/chromosome="18" 
1..1916 

/gene="FLJ20456" 

/note= "Located on Accession NT_010966" 
/ db_xr e f = " Locus ID : 54941 " 
383 . . 1081 
/gene="FLJ20456" 

/note="Located on Accession NT_010966" 
/codon_start=l 

/product= "hypothetical protein FLJ20456" 
/prn1-fiin_id=" XP 008732.4 " 
/db xref="GI: 18588857" 

/ 1 rans lat ion= " MGS VLSTDSGKS APAS ATARALERRRDPELPVTS FDCAVCLEVL 
HQPVRTRCGHVFCRSCIATSLKNNKWTCPYCRAYLPSEGVPATDVAKRMKSEYKNCAE 
CDTLVCLSEMRAHIRTCQKYIDKYGPLQELEETAARCVCPFCQRELYEDSLLDHCITH 
HRSERRPVFCPLCRLIPDENPSSFSGSLIRHLQVSHTLFYDDFIDFNIIEEALIRRVL 

DRS LLE YVNHSNTT " 



miscf eature 
misc feature 



482. .628 

/note="Ubox; Region: Modified RING finger domain" 
491.. 607 

/note="RING; Region: Ring finger" 
BASE COUNT 526 a 433 c 486 g 471 t 

ORIGIN 
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1 acttctgaca gtggggaaag cagctgtgtg 
61 agtcctcttc tctgcagttg aggtttcagg 
121 cacggggcgg ctgccgcctc cgcctccgcg 
181 agccccgcgg ccgcgcgctc gccctgccct 
241 gcttctgggc tgcgcgagct gggagagctg 
301 tccttcctcc accgcacggc aacaaaacaa 
361 tgtctgggcg agaggcacag cgatgggctc 
421 gcccgcctct gccaccgcgc gggccctgga 
4 81 gtccttcgac tgcgccgtgt gccttgaggt 
541 ccacgtattc tgccgttcct gtattgctac 
601 ttattgccgg gcatatcttc cttcagaagg 
661 gaaatcagag tataagaact gcgctgagtg 
721 ggcacatatt cggacttgtc agaagtacat 
781 ggagacagca gcaaggtgtg tatgtccctt 
841 gctggatcat tgtattactc atcacagatc 
901 ccgtttaata cccgatgaga atccaagcag 
961 agttagtcac actttgtttt atgatgattt 
1021 tatccgaaga gtcttagacc ggtcacttct 
1081 attttattaa aacgaaggga aaagggacca 
1141 acaaatggga gggaagttgt caatgattga 
1201 ttgtccatgt ttattgttat agtgcattta 
1261 tgttttacat ccttgagatt cttacacatc 
1321 attgttacat ggaaaagaca ggtggtaggc 
1381 agataatact ctgtgtataa tgctacatat 
1441 actaatcttt gttctgtgta aaaaaatatg 
1501 aaataagaaa tctgctccaa tgctcttgtt 
1561 ttgtatggga gttggaaagg aaaattttgg 
1621 ggtggcttac gcttgtaatc ccagcacttt 
1681 aggagttcga gaccagcctg gccaacactg 
1741 tacaaaaatt agctggacgt gttggcgggc 
1801 ggcagaagaa tcacttgaac ccgggaggca 
1861 acactccagc ctgggtaaca gagctagact 

// 



tgatagcttg gaaggtttac tgctgcctca 
tttcaatcct cccaatacca caagacagag 
ccttaaccta ggcggcttgc cgaagatctc 
agaccagggt tgggcgcagc ggcggaggtg 
ggaggcggcg atcgcagctg ggccgggact 
ccctgcggca ggcactgagt gcttcgcagc 
cgtgctgagc accgacagcg gcaaatcggc 
gcgcaggagg gacccggagt tgcccgtcac 
gttacaccag cctgtccgga cccgctgtgg 
cagtctaaag aacaacaagt ggacctgtcc 
agttccagca actgatgtag ccaaaagaat 
tgacaccctg gtttgcctca gtgaaatgag 
agataagtat ggaccactac aagaacttga 
ttgtcagagg gaactgtatg aagacagctt 
ggaacggagg cctgtgttct gtccactttg 
cttcagtggc agtttaataa gacatctgca 
catagatttt aatataattg aggaagctct 
tgaatatgtg aatcactcga acaccacata 
ctgaattgca ccatttaaga tgctgcttga 
tgggcaaaaa tgtacaacac agttatgtgt 
aaaactgctt taattttaat ggtttaaatc 
taacaacaaa aaaaattatc tacatcagtc 
aagtaggtgg aggatctcgg tttgcaaatt 
caataactac catcatggtt aggcacgata 
gagagtgaaa caaagtgcag acattcaaag 
ctaatctcta ataggttaac gttaataatc 
aagtcaagaa agtccattta ggccggacgc 
gggaggctga agcaggcgga tcacaaggtc 
gtctctgtga aactccgtct ctactaaaaa 
atctgtaata ccagctactt gggaggctga 
gaggttacag tgagctgaga tcgcaccagt 
ccatctcaaa aaaaaaaaaa aaaaaa 
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MASUDA etal. 

Application No.: 09/998,667 
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For: TRAC1: MODULATORS OF 
LYMPHOCYTE ACTIVATION 



Examiner: Not yet assigned 
Art Unit: 1653 

COMMUNICATION UNDER 
37 C.F.R. SS 1.821-1.825 
AND 

PRELIMINARY AMENDMENT 



U. S . Patent and Trademark Office 
Box SEQUENCE 
P.O. Box 2327 
Arlington, VA 22202 

Sir: 

In response to the request to comply with Requirements for Patent 
Applications Containing Nucleotide Sequence and/or Amino Acid Sequence Disclosures, 
37 C.F.R. §§ 1.821-1.825, that accompanied the Notice to File Missing Parts of 
Nonprovisional Application mailed December 26, 2001, Applicants submit herewith the 
required paper copy and computer readable copy of the Sequence Listing. Please amend 
the specification in adherence with 37 C.F.R. §§ 1.821-1.825 as follows. 



I 
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In the Specification: 

Please replace the paragraph beginning at page 5, line 26, with the following: 

--Figure 1: Figure 1A shows an amino acid of human wild-type TRAC1 
(SEQ ID NO:l); Figure IB shows a cDNA sequence of human wild-type TRAC1 (SEQ 
ID NO:2); Figure 1C shows a second, slightly shorter cDNA sequence of human wild 
type TRAC1 (SEQ ID NO:3); Figure ID shows a cDNA sequence encoding a truncated 
version of TRAC1 (SEQ ID NO:4; nucleotides 127-891 of SEQ ID NO:3); Figure IE 
shows a genomic sequence of human wild type TRAC1 (SEQ ID NO:5); and Figure IF 
shows a cDNA (SEQ ID NO:6) and amino acid sequence (SEQ ID NO:7) for mouse wild 
typeTRACL- 

Please replace the paragraph beginning at page 6, line 11, with the following: 

-Figure 7 shows that TRAC1 (FLJ20456) (SEQ ID NO:l) is similar to 
two sequences (SEQ ID NOS:8 and 9) with ring domains.-- 

Please replace the paragraph beginning at page 6, line 21, with the following: 

-Figure 13 A shows point mutations in conserved cysteine residues of the 
TRAC1 ring finger domain (SEQ ID NOS: 10-17). Figure 13B shows point mutations in 
the conserved cysteine residues of the TRAC1 ring finger domain disrupt ligase 
activity. - 

Please replace the paragraph beginning at page 12, line 30, with the following: 

-The terms "identical" or percent "identity," in the context of two or more 
nucleic acids or polypeptide sequences, refer to two or more sequences or subsequences 
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that are the same or have a specified percentage of amino acid residues or nucleotides 
that are the same (i.e., about 60% identity, preferably 65%, 70%, 75%, 80%, 85%, 90%, 
91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99%, or higher identity over a specified 
region (e.g., a nucleotide sequence of SEQ ID NO:2), when compared and aligned for 
maximum correspondence over a comparison window or designated region) as measured 
using a BLAST or BLAST 2.0 sequence comparison algorithms with default parameters 
described below, or by manual alignment and visual inspection {see, e.g., NCBI web site 
http://www.ncbi.nlm.nih.gov/BLAST/ or the like). Such sequences are then said to be 
"substantially identical." This definition also refers to, or may be applied to, the 
compliment of a test sequence. The definition also includes sequences that have 
deletions and/or additions, as well as those that have substitutions. As described below, 
the preferred algorithms can account for gaps and the like. Preferably, identity exists 
over a region that is at least about 25 amino acids or nucleotides in length, or more 
preferably over a region that is 50-100 amino acids or nucleotides in length.- 

Please replace the paragraph beginning at page 39, line 22, with the following: 

--Common linkers such as peptides, polyethers, and the like can also serve 
as tags, and include polypeptide sequences, such as poly Gly sequences of between about 
5 and 200 amino acids (SEQ ID NO: 18). Such flexible linkers are known to persons of 
skill in the art. For example, poly(ethelyne glycol) linkers are available from Shearwater 
Polymers, Inc. Huntsville, Alabama. These linkers optionally have amide linkages, 
sulfhydryl linkages, or hetero functional linkages.-- 



Please insert the accompanying paper copy of the Sequence Listing, page numbers 1 to 
13, at the end of the application. 
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Tn the Claims: 



Please amend claims 24 and 33 as follows: 



24. (Amended) A method for identifying a compound capable of 
interfering with binding of an TRAC1 polypeptide or fragment thereof, the method 
comprising the steps of: 

(i) combining an TRAC1 polypeptide or fragment thereof with an E2 
ubiquitin-conjugating enzyme polypeptide and the compound, wherein the TRAC1 
polypeptide or fragment thereof is encoded by a nucleic acid that hybridizes under 
stringent conditions to a nucleic acid encoding a polypeptide having an amino acid 
sequence of SEQ ID NO: 1 ; and 

(ii) determining the binding of the TRAC 1 polypeptide or fragment 
thereof to the E2 ubiquitin-conjugating enzyme polypeptide. 

33. (Amended) An isolated complex comprising a TRAC.l polypeptide or 
fragment thereof bound to an E2 ubiquitin-conjugating enzyme polypeptide, wherein the 
TRAC1 polypeptide or fragment thereof is encoded by a nucleic acid that hybridizes 
under stringent conditions to a nucleic acid encoding a polypeptide having an amino acid 
sequence of SEQ ID NO: 1 . 



REMARKS 

Claims 1-46 are pending in this application. Claims 24 and 33 have been 
amended. The amendments to claims 24 and 33 correct the assigned identifiers for SEQ 
ID NO: designated in these claims. The claim language in claims 24 and 33 refer to 
amino acid sequences, whereas SEQ ID NO:2 is the corresponding nucleic acid sequence 
for which the amended SEQ ID NO: 1 pertains. 
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Applicants request entry of this amendment in adherence with 37 C.F.R. 



§§1.821 to 1.825. This amendment is accompanied by a floppy disk containing the above 
named sequences, SEQ ID NOS:l-18, in computer readable form, and a paper copy of 
the sequence information which has been printed from the floppy disk. 



The information contained in the computer readable disk was prepared 



through the use of the software program "Patentln" and is identical to that of the paper 
copy. This amendment contains no new matter. 



Attached hereto is a marked-up version of the changes made to the 



Specification and Claims by the current Amendment. The attached pages are captioned 
"VERSION WITH MARKINGS TO SHOW CHANGES MADE." As a convenience 
to the Examiner, a complete set of the Claims, as amended herein, is also attached to this 
Amendment as an Appendix entitled "PENDING CLAIMS WITH ENTRY OF THE 
AMENDMENT." 

If the Examiner believes a telephone conference would expedite 
prosecution of this application, please telephone the undersigned at 415-576-0200. 



TOWNSEND and TOWNSEND and CREW LLP 

Two Embarcadero Center, 8 th Floor 

San Francisco, California 941 1 1-3834 

Tel: (415) 576-0200 

Fax: (415) 576-0300 

ASP:dmw 




Respectfully submitted, 



Annette S. Parent 
Reg. No. 42,058 
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In the Specification: 



VERSION WITH MARKINGS TO SHOW CHANGES MADE 



Paragraph beginning at line 26 of page 5 has been amended as follows: 



Figure 1: Figure 1A shows an amino acid of human wild-type TRAC1 



(SEQ ID NO:l); Figure IB shows a cDNA sequence of human wild-type TRAC1 (SEQ 
ID NO:2); Figure 1C shows a second, slightly shorter cDNA sequence of human wild 
type TRAGI (SEP ID NP:31 : Figure ID shows a cDNA sequence encoding a truncated 
version of TRAC1 (SEQ ID NO:4; nucleotides 127-891 of SEQ ID NO:3); Figure IE 
shows a genomic sequence of human wild type TRAC1 (SEQ ID NO:5); and Figure IF 
shows a cDNA (SEQ ID NO:6) and amino acid sequence (SEQ ID NO:7) for mouse wild 
typeTRACl. 

Paragraph beginning at line 1 1 of page 6 has been amended as follows: 

Figure 7 shows that TRAC1 (FLJ20456) (SEP ID NO: H is similar to two 
sequences (SEP ID NPS: 8 and 9) with ring domains. 

Paragraph beginning at line 21 of page 6 has been amended as follows: 

Figure 13A shows point mutations in conserved cysteine residues of the 
TRAC1 ring finger domai n (SEP ID NPS:10-17l Figure 13B shows point mutations in 
the conserved cysteine residues of the TRAC1 ring finger domain disrupt ligase activity. 
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Paragraph beginning at line 30 of page 12 has been amended as follows: 

The terms "identical" or percent "identity," in the context of two or more 
nucleic acids or polypeptide sequences, refer to two or more sequences or subsequences 
that are the same or have a specified percentage of amino acid residues or nucleotides 
that are the same (i.e., about 60% identity, preferably 65%, 70%, 75%, 80%, 85%, 90%, 
91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99%, or higher identity over a specified 
region (e.g., a nucleotide sequence of SEQ ID NO:2), when compared and aligned for 
maximum correspondence over a comparison window or designated region) as measured 
using a BLAST or BLAST 2.0 sequence comparison algorithms with default parameters 
described below, or by manual alignment and visual inspection (see, e.g., NCBI web site 
http://www.ncbi.nlm.nih.gov/BLAST/ or the like). Such sequences are then said to be 
"substantially identical." This definition also refers to, or may be applied to, the 
compliment of a test sequence. The definition also includes sequences that have 
deletions and/or additions, as well as those that have substitutions. As described below, 
the preferred algorithms can account for gaps and the like. Preferably, identity exists 
over a region that is at least about 25 amino acids or nucleotides in length, or more 
preferably over a region that is 50-100 amino acids o r nucleotides in length.- »tt 

Paragraph beginning at line 22 of page 39 has been amended as follows: 

Common linkers such as peptides, polyethers, and the like can also serve 
as tags, and include polypeptide sequences, such as poly Gly g4y sequences of between 
about 5 and 200 amino acids fSEO ID NO: 18) . Such flexible linkers are known to 
persons of skill in the art. For example, poly(ethelyne glycol) linkers are available from 
Shearwater Polymers, Inc. Huntsville, Alabama. These linkers optionally have amide 
linkages, sulfhydryl linkages, or heterofunctional linkages. 
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In the Claims; 

Claims 24 and 33 have been amended as follows: 

24. (Amended) A method for identifying a compound capable of 
interfering with binding of an TRAC1 polypeptide or fragment thereof, the method 
comprising the steps of: 

(i) combining an TRAC1 polypeptide or fragment thereof with an E2 
ubiquitin-conjugating enzyme polypeptide and the compound, wherein the TRAC1 
polypeptide or fragment thereof is encoded by a nucleic acid that hybridizes under 
stringent conditions to a nucleic acid encoding a polypeptide having an amino acid 
sequence of SEP ID NO:l SEP ID NO:2 ; and 

(ii) determining the binding of the TRAC1 polypeptide or fragment 
thereof to the E2 ubiquitin-conjugating enzyme polypeptide. 

33. (Amended) An isolated complex comprising a TRAC1 polypeptide or 
fragment thereof bound to an E2 ubiquitin-conjugating enzyme polypeptide, wherein the 
TRAC1 polypeptide or fragment thereof is encoded by a nucleic acid that hybridizes 
under stringent conditions to a nucleic acid encoding a polypeptide having an amino acid 
sequence of SEP ID NP:1 SEP ID NP:2 . 
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PENDING CLAIMS WITH ENTRY OF THE AMENDMENT 

1. (As filed) A method for identifying a compound that modulates T 
lymphocyte activation, the method comprising the steps of: 

(i) contacting the compound with a TRAC 1 polypeptide or a fragment 
thereof, the polypeptide or fragment thereof encoded by a nucleic acid that hybridizes 
under stringent conditions to a nucleic acid encoding a polypeptide having an amino acid 
sequence of SEQ ID NO:l; and 

(ii) determining the functional effect of the compound upon the TRAC1 

polypeptide. 

2. (As filed) The method of claim 1, wherein the functional effect is 
measured in vitro. 

3. (As filed) The method of claim 2, wherein the functional effect is a 
physical effect. 

4. (As filed) The method of claim 2, wherein the functional effect is a 
chemical effect. 

5. (As filed) The method of claim 4, wherein the functional effect is 
determined by measuring ligase activity. 

6. (As filed) The method of claim 1, wherein the polypeptide is expressed 

in a host cell. 



7. (As filed) The method of claim 6, wherein the functional effect is a 

physical effect. 
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8. (As filed) The method of claim 6, wherein the functional effect is a 
chemical or phenotypic effect. 

9. (As filed) The method of claim 6, wherein the host cell is primary T 

lymphocyte. 

10. (As filed) The method of claim 6,wherein the host cell is a cultured T 

cell. 

1 1 . (As filed) The method of claim 10, wherein the host cell is a Jurkat 

cell. 

12. (As filed) The method of claim 6, wherein the chemical or phenotypic 
effect is determined by measuring CD69 expression, intracellular Ca2+ mobilization, 
Ca2+ influx, ligase activity, or lymphocyte proliferation. 

13. (As filed) The method of claim 1, wherein modulation is inhibition of 
T lymphocyte activation. 

14. (As filed) The method of claim 1, wherein the polypeptide is 

recombinant. 

15. (As filed) The method of claim 1, wherein the TRAC1 polypeptide 
comprises an amino acid sequence of SEQ ID NO: 1 . 



16. (As filed) The method of claim 1, wherein the TRAC1 polypeptide is 
encoded by a nucleic acid comprising a nucleotide sequence of SEQ ID NO:2. 



) 
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17. (As filed) The method of claim 1, wherein the compound is an 

antibody. 



18. (As filed) The method of claim 1, wherein the compound is an 
antisense molecule. 

19. (As filed) The method of claim 1, wherein the compound is a small 
organic molecule. 



20. (As filed) The method of claim 1, wherein the compound is a peptide. 

21 . (As filed) The method of claim 20, wherein the peptide is circular. 

22. (As filed) A method for identifying a compound that modulates T 
lymphocyte activation, the method comprising the steps of: 

(i) contacting a T cell comprising a TRAC1 polypeptide or fragment 
thereof with the compound, the TRAC1 polypeptide or fragment thereof encoded by a 
nucleic acid that hybridizes under stringent conditions to a nucleic acid encoding a 
polypeptide having an amino acid sequence of SEQ ID NO:l; and 

(ii) determining the chemical or phenotypic effect of the compound upon 
the cell comprising the TRAC1 polypeptide or fragment thereof, thereby identifying a 
compound that modulates T lymphocyte activation. 
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23. (As filed) A method for identifying a compound that modulates T 
lymphocyte activation, the method comprising the steps of: 

(i) contacting the compound with a TRAC1 polypeptide or a fragment 
thereof, the TRAC1 polypeptide or fragment thereof encoded by a nucleic acid that 
hybridizes under stringent conditions to a nucleic acid encoding a polypeptide having an 
amino acid sequence of SEQ ID NO: 1 ; 

(ii) determining the physical effect of the compound upon the TRAC 1 

polypeptide; and 

(iii) determining the chemical or phenotypic effect of the compound upon 
a cell comprising the TRACT polypeptide or fragment thereof, thereby identifying a 
compound that modulates T lymphocyte activation. 

24. (Amended) A method for identifying a compound capable of 
interfering with binding of an TRAC1 polypeptide or fragment thereof, the method 
comprising the steps of: 

(i) combining an TRAC1 polypeptide or fragment thereof with an E2 
ubiquitin-conjugating enzyme polypeptide and the compound, wherein the TRAC1 
polypeptide or fragment thereof is encoded by a nucleic acid that hybridizes under 
stringent conditions to a nucleic acid encoding a polypeptide having an amino acid 
sequence of SEQ ID NO: 1 ; and 

(ii) determining the binding of the TRAC1 polypeptide or fragment 
thereof to the E2 ubiquitin-conjugating enzyme polypeptide. 

25. (As filed) The method of claim 24, wherein the TRAC1 polypeptide 
or fragment thereof has ligase activity. 

26. (As filed) The method of claim 24, wherein the E2 ubiquitin- 
conjugating enzyme polypeptide is selected from the group consisting of Ubc5, Ubc7, 
and Ubc8. 
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27. (As filed) The method of claim 24, wherein the TRAC1 polypeptide 
or fragment thereof and the E2 ubiquitin-conjugating enzyme polypeptide are combined 
first. 



28. (As filed) The method of claim 24, wherein the reaction is performed 

in vitro. 

29. (As filed) The method of claim 24, wherein the TRAC1 polypeptide 
or fragment thereof and the E2 ubiquitin-conjugating enzyme polypeptide are expressed 
in a cell. 

30. (As filed) The method of claim 29, wherein the cell is a yeast cell. 

31. (As filed) The method of claim 30, wherein the TRAC1 polypeptide 
or fragment thereof is fused to a heterologous polypeptide. 

32. (As filed) The method of claim 24, wherein the binding of the TRAC1 
polypeptide or fragment thereof to the E2 ubiquitin-conjugating enzyme polypeptide is 
determined by measuring reporter gene expression. 

33. (Amended) An isolated complex comprising a TRAC1 polypeptide or 
fragment thereof bound to an E2 ubiquitin-conjugating enzyme polypeptide, wherein the 
TRAC1 polypeptide or fragment thereof is encoded by a nucleic acid that hybridizes 
under stringent conditions to a nucleic acid encoding a polypeptide having an amino acid 
sequence of SEQ ID NO:l. 

34. (As filed) The complex of claim 33, wherein the E2 ubiquitin- 
conjugating enzyme polypeptide is selected from the group consisting of Ubc5, Ubc7, 
and Ubc8. 
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35. (As filed) A method of modulating T lymphocyte activation in a 
subject, the method comprising the step of administering to the subject a therapeutically 
effective amount of a compound identified using the method of claim 1. 

36. (As filed) The method of claim 35, wherein the subject is a humart. 

37. (As filed) The method of claim 35, wherein the compound is an 

antibody. 

38. (As filed) The method of claim 35, wherein the compound is an 
antisense molecule. 

39. (As filed) The method of claim 35, wherein the compound is a small 
organic molecule. 

40. (As filed) The method of claim 35, wherein the compound is a 

peptide. 

41. (As filed) The method of claim 40, wherein the peptide is circular. 

42. (As filed) The method of claim 35, wherein the compound inhibits T 
lymphocyte activation. 

43. (As filed) A method of modulating T lymphocyte activation in a 
subject, the method comprising the step of administering to the subject a therapeutically 
effective amount of a TRAC1 polypeptide, the polypeptide encoded by a nucleic acid that 
hybridizes under stringent conditions to a nucleic acid encoding a polypeptide having an 
amino acid sequence of SEQ ID NO: 1 . 



} 
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44. (As filed) The method of claim 43, wherein the TRAC1 polypeptide 
comprises an amino acid sequence of SEQ ID NO:l. 

45. (As filed) A method of modulating T lymphocyte activation in a 
subject, the method comprising the step of administering to the subject a therapeutically 
effective amount of a nucleic acid encoding a TRAC1 polypeptide, wherein the nucleic 
acid hybridizes under stringent conditions to a nucleic acid encoding a polypeptide 
having an amino acid sequence of SEQ ED NO: 1 . 

46. (As filed) The method of claim 45, wherein the TRAC1 nucleic acid 
comprises a nucleotide sequence of SEQ ID NO:2. 
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